ABSTRACT Mycolicibacterium hassiacum is the most thermophilic of all the mycobacteria. A partial sequence based on Illumina technology of around 5 Mbp was published in 2012. Here, we report the 5,269,097-bp complete genome sequence assembled into a single circular chromosome.
further refined by using the Illumina reads available online (6) using the PacBio-utilities and Pilon (version 1.22) programs (9) , configured to fix only the indels detected. This allowed us to correct 483 positions in the sequence assembled, corresponding to homopolymers for which PacBio reads included an additional base. Once corrected, the initially truncated essential genes were translated to proteins of the size and sequence homology expected for their homologues. The final genome of 5,269,097 bp encodes 5,333 putative proteins, 53 tRNAs, and 2 rRNA clusters. The mean GC content was 69.29% (34.55% Cs and 34.74% Gs), with a coding density of 91.5%.
The KEGG Automatic Annotation Server and its internal BlastKOALA annotation tool (10) led to the identification of 236 pathways, of which 61 contained more than 10 genes, including 20 genes putatively involved in the metabolism of steroids (KEGG steroid degradation pathway 00984). As this bacterium metabolizes different kinds of sterols from the environment, the identification of enzymes of this pathway constitutes a first step toward the isolation of specific mutants for relevant biotechnological bioconversions involving these molecules.
Data availability. The raw reads and the annotated assembly of the whole genome of Mycolicibacterium hassiacum have been deposited in NCBI under the accession number GCA_900603025.
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